2 0 2 1 2 2 2 ABSTRACT 2 3
INTRODUCTION
The infection rate is given for all pathogens in each tick species and each host. The infection rate of Methods, 2.4) means that in an infected pool there was at least one tick that gave a positive result. To 1 4 1 assess differences in tick species infection between development stage and sex a Kruskal-Wallis test 1 4 2 was used. Differences were considered as statistically significant if p < 0.05. and showed 100% homology with reference sequences from B. miyamotoi strain isolated in Austria 1 7 4 (AN: KP202177). DNA of B. afzelii was reported only in I. ricinus (4% of ticks). Unfortunately, the 1 7 5 sequence could not be obtained. sequences obtained from Hy. marginatum and Hy. scupense presented 100% identity. One sequence 1 8 1 was deposited in GenBank (AN: MK732478), and showed 99% homology with reference sequences 1 8 2 from R. aeschlimannii strain isolated in Egypt (HQ335153). Rickettsia slovaca was mostly identified 1 8 3 in D. marginatus (66% of pools). Three pools of Rh. sanguineus s.l. (7%) and one Hy. scupense tick 1 8 4 (0.7%) were also positive for this bacterium. The sequence obtained from Hy. scupense (GenBank, 1 8 5 AN: MK732480) showed 99% homology with reference sequences from R. slovaca strain isolated in 1 8 6
United States (AN: KR559551). Rickettsia helvetica was detected only in I. ricinus (6% of ticks) but 1 8 7 the sequence could not be obtained. marginale DNA was frequently detected in Rh. (Bo.) annulatus (18% of ticks) but it was also 1 9 5 9 identified in Rh. bursa (8% of pools), Hy. marginatum (6% of pools), I. ricinus (2% of ticks), Ha. annulatus (GenBank, AN: MK732471) showed 99% homology with reference sequences from A. annulatus (9% of ticks) and Ha. punctata (3% of pools). The five sequences obtained in Rh. bursa and 2 1 0 I. ricinus presented 100% identity. One sequence was deposited in GenBank (AN: MK732473) and 2 1 1 showed 100% homology with reference sequences from Bar. henselae strain Houston-1 (AN: Hy. scupense (135 ticks). For some Rickettsiae, the exact species could not be determined t. These Rickettsiae were reported in 2 2 9 seven tick species: Rh. bursa (8% of pools), Hy. scupense (2% of ticks), I. ricinus (9% of ticks), Rh. Ticks were collected from different hosts: 404 samples (consisting to one to five ticks) originated 2 3 6 from cattle, 19 from goats, 12 from sheep, 24 from horses, 22 from dogs, four from cats (Tab. 4), 41 2 3 7 from wild boars, 26 from mouflons, 13 from deer and two from hedgehog and birds (Tab. 5). For birds and deer, as the collected ticks were all I. ricinus, they were individually analysed. Borrelia spp. DNA was found only in ticks from cattle; Borrelia miyamotoi and Bo. afzelii infected 2 4 0 respectively 2% and 1% of pools from this host. Rickettsia spp. DNA was found in ticks from almost all collected hosts. Rickettsia aeschlimannii was 2 4 2 the most important pathogen infecting ticks from domestic ruminants and horses, reported in 23% of 2 4 3 pools from cattle, 37% from goats, 58% from sheep and 75% from horses. It was rarely found in pools 2 4 4 from dogs (5%), wild boars (7%) and mouflons (4%). Rickettsia slovaca DNA was mainly found in 2 4 5 pools from wild boars (59%) but it was also reported in pools from cattle (0.5%), horses (4%), dogs 2 4 6 (5%) and hedgehog (one positive pool). Rickettsia helvetica DNA was identified only in ticks 2 4 7 collected from cattle (2%).
Presence of pathogens in ticks collected on the different hosts

4 8
Anaplasma phagocytophilum DNA was reported in ticks from cattle (18% of pools), goat (11% of 2 4 9 pools), cats (25% of pools), wild boars (2% of pools), deer (92% of individual ticks) and birds (two 2 5 0 positive ticks) whereas A. marginale DNA was found in pools from cattle (6%) and mouflons (4%).
5 1
Babesia bigemina DNA was detected mainly in ticks sampled on cattle (2% of pools) but one pool of 2 5 2 ticks from goats was also positive for this pathogen. Babesia ovis DNA was reported in two hosts, one 2 5 3 pool of ticks collected on cattle and two pools from mouflons were positive. Bartonella henselae DNA was reported in pools from cattle (2%), goat (11%), horses (4%) and wild 2 5 5 boars (2%). Theileria equi DNA was found in one pool from cattle and one from wild boars. Ticks from 82 municipalities were analysed and among them, pathogen DNA was found in 68 ( Mediterranean area, the bacterium has been found in humans throughout Europe (Siński et al., 2016) . Rickettsia helvetica DNA was only found in I. ricinus which is a natural vector of this bacterium. It Mediterranean area including continental France (Parola et al., 1998 ), Italy (Beninati et al., 2002 , Tunisia (Sfar et al., 2008) . Human cases of rickettsiosis caused by R. helvetica have been reported in 3 1 8
Italy and continental France (Portillo et al., 2015) . Rickettsia helvetica is a member of the Spotted 3 1 9
Fever Group (SFG) and reportedly causes a self-limiting illness associated with headache and was previously only detected in a single sample of bovine blood (ICTTD, 2000) . There is no HGA infrequently reported (Edouard et al., 2012) . Human cases occurred also in continental Italy (Ruscio Babesia spp. are protozoan blood parasites with more than 100 described species. In this study, Ba. is also widespread throughout the world (Uilenberg, 2006) . Bartonella henselae DNA was reported for the first time in ticks from Corsica and was found in seven Centre (CNR) for Rickettsia species. A former seroepidemiological study showed in 1985 that 4.8% 3 4 7 of people were exposed to theses pathogens in Corse-du-Sud (Raoult et al., 1985) . Rickettsia TIBOLA (tickborne lymphadenopathy) syndrome, characterized by lymph node enlargement and 3 6 7 scalp eschars (Parola et al., 2013) . So far, the TIBOLA syndrome has not been reported in Corsica.
6 8
This study did not allow to identify DNA of other Rickettsia spp. previously reported in Corsica as This study also showed that Anaplasma species are widespread in Corsican ticks. Anaplasma France. Anaplasma ovis DNA, not found in this study, was recently reported in blood (52%) and ticks Concerning Babesia species, B. bovis, not found in this study, was reported earlier from Corsican 3 9 0 cattle blood (ICTTD, 2000) . Babesia bovis occurs in most subtropical and tropical regions of the No species from the genus Ehrlichia were found in this study although E. minacensis, a species Theileria equi DNA was identified in two pools. It is a causative agent of equine piroplasmosis, that 3 9 8 can be also due to Babesia caballi (not detected in this study). As the disease is largely spread in the Corsica (Pérez-Eid, 2007) . It is possible that CCHF virus was not detected in this study due to an should be collected to test the presence of antibodies against CCHF virus in domestic ruminants which 4 2 1 are known to be asymptomatic reservoir of CCHF virus (Bente et al., 2013) . These data concerning the presence of TBPs DNA on Corsica Island will be useful for studying contamination". Experimental and Applied Acarology. https://doi.org/10.1007/s10493-019-00380-6. Edouard, S., Koebel, C., Goehringer, F., Socolovschi, C., Jaulhac, B., Raoult, D., & Brouqui, P. Evolutionary Microbiology, 45(4), 804-810. Germanakis, A., Chochlakis, D., Angelakis, E., Tselentis, Y., & Psaroulaki, A. (2013) . Rickettsia aeschlimannii infection in a man, Greece. Emerging infectious diseases, 19 (7), 1176-7. Gondard, M., Michelet, L., Nisavanh, A., Devillers, E., Delannoy, S., Fach, P., ... & Moutailler, S. Pathogens and disease, 76(8).
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